Key indicators: single-crystal X-ray study; T = 120 K; mean (C-C) = 0.004 Å; R factor = 0.046; wR factor = 0.149; data-to-parameter ratio = 9.3.
In the title compound, C 8 H 17 N 3 O 4 , the dihedral angle between the hydrazinecarbonyl and carbamate groups is 44.94 (12) , and the carbonyl groups are anti to each other. In the crystal, the hydroxy group forms an O-HÁ Á ÁN a (a = amine) hydrogen bond and each of the four N-H atoms forms an N-HÁ Á ÁO hydrogen bond; the hydrazinecarbonyl O atom accepts two such bonds. This results in two-dimensional arrays in the ab plane, mediated by the hydrogen bonding, sandwiched by tertbutyl groups.
Related literature
For background to the use of serinyl compounds as potential anti-tuberculosis agents, see: Pinheiro et al. (2007) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). 
Data collection: COLLECT (Hooft, 1998 ); cell refinement: DENZO (Otwinowski & Minor, 1997) and COLLECT; data reduction: DENZO and COLLECT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 (Farrugia, 1997) and DIAMOND (Brandenburg, 2006) ; software used to prepare material for publication: publCIF (Westrip, 2010) . The carbonyl-O1 and O3 atoms lie to opposite sides of the molecule as seen in the pseudo O1-C1···C4-O3 torsion angle of -176.7 (3) °. Finally, each of the N-H groups is anti to the adjacent carbonyl so that the N-H groups, too, lie to opposite sides of the molecule. Although the absolute structure could not be determined experimentally, the assignment of the S-configuration at the C2 atom is based on the starting reagents. There are five acidic H atoms in the structure, and each of these forms a significant hydrogen bonding interaction, Table 1 
To a stirred ethanol solution (10 ml) of methyl (2S)-2-[(tert-butoxycarbonyl)amino]-3-hydroxypropanoate (0.3 g, 1.37 mmol), obtained from L-serine methyl ester hydrochloride and (BOC) 2 O, at room temperature was added N 2 H 4 .H 2 O (80%, 5.5 mmol). The reaction mixture was stirred for 24 hours at room temperature and concentrated under reduced pressure.
The residue was columned chromatographed on silica gel using a gradient of 0 to 5% chloroform in methanol, affording the title compound as a white solid in 70% yield. The crystals used in the structural study were grown from EtOH solution, m. 
Refinement
The C-bound H atoms were geometrically placed (C-H = 0.98-1.00 Å) and refined as riding with U iso (H) = 1.2-1.5U eq (parent atom). The O-bound H atom was refined with the distance restraint O-H = 0.840±0.001, and with U iso (H) = 1.5U eq (O). The N-bound H atoms were treated similarly with N-H = 0.880±0.001 and 0.910±0.001 Å, and with U iso (H) supplementary materials sup-2 = 1.2U eq (N). In the absence of significant anomalous scattering effects, 1067 Friedel pairs were averaged in the final refinement. Figures   Fig. 1 . The molecular structure of (I) showing displacement ellipsoids at the 50% probability level. 
tert-Butyl N-[(S)-1-hydrazinecarbonyl-2-hydroxyethyl]carbamate
Crystal data 6 restraints Absolute structure: nd Primary atom site location: structure-invariant direct methods
Special details
Geometry. All s.u.'s (except the s.u. in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell s.u.'s are taken into account individually in the estimation of s.u.'s in distances, angles and torsion angles; correlations between s.u.'s in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell s.u.'s is used for estimating s.u.'s involving l.s. planes.
Refinement. Refinement of F
2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
